Peng et al.
(1) question the evidence for early chicken domestication in Northern China (2) based on ancient DNA sequences obtained from archaeological bones. They point out that the sequences used in ref. 2 contain the primer sequences, and therefore haplotype recombinations were introduced. Although they are correct that the primer sequences were unintentionally included in the analyzed sequences, a reanalysis of the data reduced to the fragment between the primers shows that all conclusions drawn in the original publication (2) are also supported by the revised dataset.
By removing primer sequences from the analyzed control region fragment, the length of the sequences shrinks from 326 to 285 bp. Peng et al. claim that for these 285 bp, many haplotypes cannot be assigned to a haplogroup with confidence. However, they overlooked that we did not use previous haplogroup definitions based on a limited number of sites, but rather, we based haplogroup assignment on phylogenetic results from Bayesian tree reconstruction and network analyses. We redid these analyses, and the structure of the tree stays unchanged, leaving the phylogenetic structure of eight divergent clades (clades A-H) intact (Fig. 1) , although the 1,019 sequences analyzed now represent 259 rather than 293 haplotypes (in other words, 34 haplotypes were lost; Table 1 ). The haplogroup assignments do not change, except for the previous haplotype F2, which is now grouped with E1 and E2 (Table 1) . However, these all represent Kenya indigenous chickens, which are of no relevance to the conclusions drawn in ref. 2. Thus, the potential artificial recombination at scored mutation site 246 does not impact our main results (3).
In addition, Peng et al. point out that short ancient DNA sequences are insufficient to judge the domestic status of early Holocene samples. In fact, we never concluded that the earliest Holocene chicken remains from northern China represent domestic chicken solely on the basis of the phylogenetic position of the ancient DNA sequences. As we point out in our original publication ". . .it is-based on genetic analyses alone-of course impossible to prove that the chicken bones analyzed represent domestic rather than wild chicken populations" (2). However, the ancient Chinese chicken sequences along with published ancient and modern sequences document genetic continuity among early chicken populations in northern China and also suggest potential contributions to the gene pool of modern domestic chickens. This result is unaffected by reducing the sequence length of the analyzed fragment from 326 to 285 bp. Even if the mtDNA sequences from Nanzhuangtou and Cishan are from wild junglefowl populations, they support the conclusion that chicken domestication would have been possible in northern China at that time. Thus, although Peng et al. (1) are correct that the length of the sequence fragments needs to be corrected to 285 bp, in contrast to their claims, the ancient DNA results together with the archaeological context still support the up to ∼10,000-y-old Gallus bones from Nanzhuangtou and Cishan being the remains of a population ancestral to at least some of modern chicken mtDNA diversity. Author contributions: H.X., M.H., and X.Z. wrote the paper.
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